Mining biological data using self-organizing map.
This paper presents a novel method of mining biological data using a self-organizing map (SOM). After partitioning a set of protein sequences using SOM, conventional homology alignment is applied to each cluster to determine the conserved local motif (biological pattern) for the cluster. These local motifs are then regarded as rules for prediction and classification. In the application to the prediction of HIV protease cleavage sites in proteins, we found that the rules derived from this method are much more robust than those derived from the decision tree method.